Genome-wide transcriptional profiling data from skin of chronic cutaneous lupus erythematosus (CCLE) patients  by Dey-Rao, R. & Sinha, A.A.
Contents lists available at ScienceDirect
Data in Brief
Data in Brief 4 (2015) 47–49http://d
2352-34
(http://c
DOI
n Corr
E-mjournal homepage: www.elsevier.com/locate/dibData ArticleGenome-wide transcriptional proﬁling data from
skin of chronic cutaneous lupus erythematosus
(CCLE) patientsR. Dey-Rao, A.A. Sinha n
Department of Dermatology, University at Buffalo, 6078 Clinical and Translational Research Center, 875 Ellicott Street, Buffalo,
NY 14203, United Statesa r t i c l e i n f o
Article history:
Received 20 January 2015
Received in revised form
19 February 2015
Accepted 23 February 2015
Available online 18 April 2015
Keywords:
Chronic cutaneous lupus erythematosus
CCLE
Lesional
Non-lesional
Skin
Patients
Gene expression
Transcriptional proﬁling
Microarray
CELx.doi.org/10.1016/j.dib.2015.02.024
09/& 2015 The Authors. Published by Else
reativecommons.org/licenses/by/4.0/).
of original article: http://dx.doi.org/10.1016
esponding author.
ail address: dey@buffalo.edu (R. Dey-Rao).a b s t r a c t
Cutaneous features manifest as a wide range of clinically
signiﬁcant, and in many cases disﬁguring and debilitating
components of lupus erythematosus (LE). While the deﬁnitive
etiology is in question, multifactorial and polygenic causes are
likely to be involved in the production of the characteristic anti-
nuclear autoantibody titers and immune cell inﬁltrates observed in
chronic cutaneous LE (CCLE) [1–3]. There is signiﬁcant overlap of
patients with systemic and cutaneous manifestations of LE, which
suggests shared pathways and genetic background between the
two. We have employed genome-wide microarray technology
along with pathway-based analyses to investigate transcriptional
differences between lesional and non-lesional skin from CCLE
patients to address existing gaps in knowledge regarding disease
mechanisms in lupus [4].
& 2015 The Authors. Published by Elsevier Inc. This is an open
access article under the CC BY license
(http://creativecommons.org/licenses/by/4.0/).vier Inc. This is an open access article under the CC BY license
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R. Dey-Rao, A.A. Sinha / Data in Brief 4 (2015) 47–4948Speciﬁcations tableSubject area Dermatology
Organism/cell Homo sapiens
More speciﬁc
subject areaLesional and non-lesional skin samples from patients with chronic cutaneous lupus erythematosus (CCLE)How data was
acquiredAffymetrix GeneChip HG-U95setData format Raw data: CEL ﬁles
Experimental factors Comparison of lesional and non-lesional skin from CCLE patients
Experimental
featuresWe performed both unsupervised and supervised analysis and established differentially expressed genes
(DEGs) between lesional and non-lesional skin of CCLE patients. The DEGs were then analyzed by
pathway and biological processes-based enrichment analyses via DAVID and Metacore.Data source location Patients diagnosed with CCLE, and more speciﬁcally DLE, were recruited into the study from the
Dermatology Outpatient Clinic of New York Presbyterian Hospital, Cornell University.Data accessibility Data is available with this articleValue of the data The CEL ﬁles included with this document will allow access to genome-wide transcriptional
proﬁling data from lesional and non-lesional skin of CCLE patients, for further analysis. The data ﬁll a major gap in knowledge regarding changes that underlie skin speciﬁc manifestations
in cutaneous lupus. The data can be used to link transcriptional proﬁling data to functional and pathway based
analyses to clarify underlying mechanisms of disease.1. Data, materials and methods
The raw data ﬁles (CEL ﬁles) that were used in the analysis and interpretation in [4] are available in
Supplementary information.
Sample IDs are:LE1001D
LE1001N
LE1003D
LE1003N
LE1006D
LE1008D
LE1009D
LE1009N
LE1010D
LE1010NAbbreviations:LE: chronic cutaneous lupus erythematosus
N: non-lesional skin
D: lesional skin
R. Dey-Rao, A.A. Sinha / Data in Brief 4 (2015) 47–49 49Affymetrix Human genome U95 set GeneChip was used according to manufacturer's protocols to
analyze gene expression from 6 lesional and 4 non-lesional skin samples of CCLE patients. Expression
Console software (Affymetrix) with MAS5 data processing was used to assess the quality of every CEL ﬁle
in the dataset. Samples determined to be outliers with low quality data and very low percentage present
called were removed from the dataset. Default parameters were used to import the gene expression data
to Partek Genomics Suite v6.6. Raw data preprocessing was achieved through RMA, including log2
transformation, quantile normalization, background subtraction and median polish probeset summariza-
tion to scale mean expression of all 10 arrays. We re-examined QC criteria for our dataset in Partek and
found no outliers. Both unbiased and supervised hierarchical cluster analysis were performed and DEGs
established. Functional annotation and pathway analysis were performed by standard enrichment
analysis via DAVID and Metacore. Further details can be found in the materials and methods and
supplementary materials and methods sections [4].Acknowledgments
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